ABSTRACT Despite an apparent geographic separation of the Amazon water bodies, they are an interconnected system. During floods, the microbiota of rivers, lakes, and soil combines. This study used metagenomics sequencing to survey the microbiota of the Amazon Basin lakes during flood season, showing important patterns in microbial communities.
and taxonomic assignments using the MG-RAST server (Argonne National Laboratory [operated by the UChicago Argonne LLC, Chicago, IL, USA]) (9) at default settings.
The taxonomic composition (percentage of assigned reads) of these metagenomes was 94.0 to 95.2% bacteria, 0.2 to 0.7% archaea, and 0.2 to 0.3% viruses. The phyla observed most often were Proteobacteria (abundance, 46.0 to 70.8%), Actinobacteria (14.6 to 24.4%), Cyanobacteria (2.1 to 13.2%), Bacteroidetes (1.2 to 2.0%), and Firmicutes (2.1 to 3.4%). Alpha diversity was estimated to be from 281 to 393 species. The functional annotations of the subsystems revealed a predominance of open reading frames (ORFs) related to carbohydrate processing (abundance, 12.7 to 13.5%), protein metabolism (8.6 to 9.0%), and cofactors, vitamins, prosthetic groups, and pigments (7.2 to 7.5%). We observed a predominant ubiquitous genus in all samples, Polynucleobacter (from 1.4 to 9.4%), reinforcing its presence in this ecosystem (6, 7, 10, 11) . In summary, this metagenome project reveals initial insight about the Amazon lakes' microbial communities during the flood season.
Data availability. The sequences obtained in this project have been deposited in the European Nucleotide Archive (ENA) under BioProject number PRJEB25171.
